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APPOINTMENTS g B
RESEARCH ¢ Bioinformatics & Computational Biology
BACKGROUND
Structural biology, Protein function prediction, Protein binding site prediction, Post Translational
Modification prediction, Feature Selection and Feature Extraction
¢ Learning from Data
Pattern Recognition and Classification, Machine Learning, Data Analysis/Mining, Discriminative
Training and Error Minimization, Statistics, Algorithms.
EpucaTion ¢ Ph.D., Bioinformatics and Computational Biology, Griffith University, Gold Coast,
Queensland, Australia, (2014-2018)
e  M.Sec., Artificial Intelligence, University of Malaya, Selangor, Malaysia, (2011-2013)
° B.Sc., Software Engineering, Multi Media University, Cyberjaya, Malaysia (2007-2011)
HIGHLIGHTS e  Griffith University Higher Degree Research scholarship (GUPRS)
e  Griffith University International Postgraduate Research Scholarship (GUIPRS)
e Travel Grant Award to attend ISMB 2017 Conference
e Silver Medal in PECIPTA 2013 (International Conference and Exposition on Invention of
Institution of Higher Learning).
e Dean List Award in 2008 (Multimedia University)
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PRESENTATIONS P1. Taherzadeh, G., Zhou, Y., Liew, A. W. C., & Yang, Y. “Structure-based prediction of protein—peptide
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binding regions using Random Forest”. Presented at Function Special Interest Group (Function-
SIG)(ISMB) 2017.
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Joii invent (October 2018- Present)

® Research and development team (Analysit programmer)

STEM Educator

® Workshop developer (April- July 2018)

PhD Student
Griffith University (April 2014- May 2018)

® Developing webserver for protein function predictions from protein structure and sequence.

® SPRINT: Designed and developed structure and sequence-based prediction of protein-peptide
binding sites and regions using machine learning techniques (Supervised and Unsupervised learning).
Available: http.//sparks-lab.org/server/SPRINT-Str

Available: http://sparks-lab.org/server/SPRINT/

® SPRINT-CHB: Designed and developed sequence-based prediction of protein-carbohydrate binding
sites using machine learning techniques.
Available: http.://sparks-lab.org/server/SPRINT-CBH/

® SPRINT-Mal: Designed and developed prediction of Post Translational Modifiications (Lysine-
Malonylation sites) using machine learning techniques.
Available: http.://sparks-lab.org/server/SPRINT-Mal/

® SPRINT-Gly: Designed and developed prediction of N- and O-linked glycosylations in human and
mouse proteins.
Available: http://sparks-lab.org/server/SPRINT-Gly/

® RNAflex: Designed and developed B-factor profile prediction for RNA flexibility using machine
learning techniques.
Available: http://sparks-lab.org/server/RNAflex/

Research Assistant
University of Malaya (May 2013 — December 2013)
Advanced Robotic Lab.

® Designed Creative Learmning for Emotional Expression of Robot Partners Using Interactive Particle
Swarm Optimization.

® Part of developing “Baby Monitoring System” project.

e2018 Griffith University, Gold Coast, Queensland, Australia.

Teaching Assistant: Discrete mathematics Course

22012-2013 University of Malaya, Kuala Lumpur, Malaysia.

Teacher Assistant: Advance Programming

©2009-2010 Multimedia University, Cyberjaya, Malaysia.

Tutor: Fundamental of programming & Advanced programming

School of Information and Communication Technology, Griffith University , 2017

I have mentored honor student working on summer project in Bioinformatics and Computational
Biology.

Soha Sdn. Bhd Company, Malaysia, 2013- 2014.
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o Training undergraduate students in their intemship program.

e Reviewer of Journal of Chemical Information and Modeling

Reviewer of BMC-Bioinformatics Journal

e Reviewer at The World Scientific and Engineering Academy and Society (WSEAS)

o Working as a student committee member in PRICAI/PRIMA2014 Conference.

e Director of funding and grants in Gold Coast Association of Postgraduates, Griffith University (2014 —
2016).

e Director of events in Gold Coast Association of Postgraduates, Griffith University (2017 — 2018).

o President of Iranian Student Association in Griffith University 2012-2014.

e Vice president of Ladies in Technology, Engineering, and Science, Griffith University (2015-2017).

eMember of Managerial board of Iranian Society of Gold Coast and Iranian Women Activity (2015-
2018).

e Programming in C/C++, R, Python, Matlab

e WEKA Meta Classifiers

e Computational Biology and Bioinformatics

e Pattern Recognition and Classification tools

e Discrete Mathematics, Data Structure & Algorithms, Engineering Mathematics, Statistics
» Al methods: pruning and analysis

¢ PyMol, Numerical Calculation, Linux, Windows

Dr. Yaoqi Zhou

Professor

Institute for Glycomics, Griffith University

Parklands Drive, Southport, Queensland, Australia 4215

Dr. Alan Wee-Chung Liew

Associate Professor

School of Information and Communication Technology, Griffith University
Parklands Drive, Southport, Queensland, Australia 4215



